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In Brief
How ICOS signaling causes the induction of BCL6 leading to Tfh cell differentiation is incompletely understood. Hedrick and colleagues show that ICOS signaling transiently inactivates FOXO1, which in turn relieves FOXO1-dependent inhibition of BCL6 expression and Tfh differentiation. In contrast, FOXO1 promotes late-stage germinal center-Tfh cell differentiation.
SUMMARY
T follicular helper (Tfh) cells are essential in the induction of high-affinity, class-switched antibodies. The differentiation of Tfh cells is a multi-step process that depends upon the co-receptor ICOS and the activation of phosphoinositide-3 kinase leading to the expression of key Tfh cell genes. We report that ICOS signaling inactivates the transcription factor FOXO1, and a Foxo1 genetic deletion allowed for generation of Tfh cells with reduced dependence on ICOS ligand. Conversely, enforced nuclear localization of FOXO1 inhibited Tfh cell development even though ICOS was overexpressed. FOXO1 regulated Tfh cell differentiation through a broad program of gene expression exemplified by its negative regulation of Bcl6. Final differentiation to germinal center Tfh cells (GC-Tfh) was instead FOXO1 dependent as the Foxo1 À/À GC-Tfh cell population was substantially reduced. We propose that ICOS signaling transiently inactivates FOXO1 to initiate a Tfh cell contingency that is completed in a FOXO1-dependent manner.
INTRODUCTION
The generation of high-affinity antibodies requires naive CD4 + T cells to sequentially be activated, proliferate and differentiate, acquire proximity to the B cell follicles, and provide B cells with ''help'' in the form of antigen-specific interactions, co-receptor binding, and cytokine signaling. These specialized CD4 cells have been termed T follicular helper (Tfh) cells, and they are essential to promote the germinal center (GC) reaction including B cell expansion, class switching, selection, and development of high-affinity antibody-forming cells Crotty, 2014; Ueno et al., 2015) . In the past several years, much has been learned about Tfh cell differentiation; however, the cellular programming leading to this state remains incompletely understood.
Inducible T cell co-stimulator (ICOS) is a potent co-receptor distinct from CD28 that is induced on activated T cells and highly expressed on Tfh cells. ICOS signaling is necessary for complete GC development, T cell-dependent B cell help, and antibody class switching (Vinuesa et al., 2005) , and this is due to a role for ICOS in the differentiation of activated T cells to Tfh cells (Ueno et al., 2015) .
Tfh cell differentiation is a multi-step process that begins with dendritic cell priming and further requires B cells for additional differentiation and maintenance (Crotty, 2014; Ueno et al., 2015) . The initial dendritic cell priming is sufficient to induce a CXCR5 + BCL6
+ Tfh cell, and this was found to be dependent on ICOS signaling (Qi et al., 2014) . However, further ICOSL stimulation from B cells is required for the final differentiation and maintenance of GC-Tfh cells (Pepper et al., 2011; Crotty, 2014) , and this is consistent with studies showing that ICOS is able to influence homing to GCs through the induction of filopodia (Franko and Levine, 2009; Xu et al., 2013) . Signal transduction through ICOS results in the potent activation of phosphoinositide-3 kinase (PI3K), and this is a key event in Tfh differentiation (Rolf et al., 2010b) . In a manner not yet understood, this leads to increased expression of BCL6, which has been described as an essential transcription factor for the differentiation and function of Tfh cells (Choi et al., 2013) . A major pathway downstream of PI3K signaling is the AKTmediated inactivation of FOXO family transcription factors. AKT mediates the triple phosphorylation of FOXO proteins causing their nuclear egress (Calnan and Brunet, 2008) . FOXO transcription factors are important for the expression of cyclindependent kinase inhibitors and proapoptotic molecules, and thus their inhibition is an essential aspect of growth factormediated cell-cycle progression and survival. In T cells, FOXO transcription factors have been shown to regulate multiple, specialized functions including the expression of the Il7ra and Klf2-control points for T cell survival and homing (Ouyang and Li, 2011; Hedrick et al., 2012) . In addition, mice with a T cell-specific deletion of Foxo1 lack functional FOXP3 + Treg cells and spontaneously develop systemic autoimmunity. We previously Representative of two independent experiments.
(legend continued on next page) noted that these mice accumulate a large population of Tfh cells, form GCs, and produce circulating, anti-DNA antibodies, and we proposed that the PI3K-AKT-FOXO1 signaling pathway controls lineage commitment that, in part, specifies the Treg versus Tfh alternative cell fates (Kerdiles et al., 2010; Hedrick et al., 2012) . Though provocative, these experiments highlight a necessity to study the role of FOXO transcription factors in T cell differentiation without the complications of autoimmunity caused by an insufficiency of Treg cells. In support of this idea, a report recently appeared showing that the ubiquitin ligase, ITCH, facilitates Tfh differentiation, and indeed it appears to act through the degradation of FOXO1 (Xiao et al., 2014) . Here, we test the proposition that ICOS signaling acts to initiate a program of Tfh differentiation through inhibition of FOXO1 and the resulting effects on gene expression. Specifically, the deletion of Foxo1 results in enhanced BCL6 expression and exaggerated differentiation of Tfh cells.
RESULTS

Loss of FOXO1 Amplifies Tfh Differentiation
In accord with the high prevalence of Tfh cells in mice with a T cell-specific Foxo1 deletion (Kerdiles et al., 2010) (Pepper et al., 2011; Liu et al., 2013) . By contrast, almost all Foxo1 TKO OTII cells displayed CXCR5 int expression characteristic of Tfh cells ( Figure 1A ).
Consistent with this, PD1 expression was also elevated in Foxo1 TKO compared to WT T cells ( Figure 1A ). Contrary to expectations given the role of FOXO transcription factors in the expression of Bim and Fas-ligand (Calnan and Brunet, 2008; Fu and Tindall, 2008) , there was a decrease in the total number of Foxo1 TKO T cells compared with WT ( Figure S1A ). The analysis of cultured T cells showed that this defect in accumulation was not due to retarded cell division, but rather, increased apoptosis ( Figure S1B-1F ). It is cell-intrinsic ( Figure S1D ), and could be completely rescued by the addition of a pan-caspase inhibitor ( Figure S1F ). Although activation via interleukin-2 (IL-2) or a superantigen leads to FOXO1 inactivation (Stahl et al., 2002; Fabre et al., 2005) , an important point is that this inactivation was transient, such that at least by 24 hr post-activation, FOXO1 contributed to CD4 + T cell survival.
All three populations were reduced with a Foxo1 deletion, although the decrease was minimal for Tfh (CXCR5 int ) cells (Figure 1B) . IL-7 is required for naive T cell survival and normal expression of BCL2 in naive T cells, and it increases Tfh cell differentiation (Surh and Sprent, 2008; Seo et al., 2014) . As Foxo1-deficient naive cells have reduced expression of IL-7Ra (Kerdiles et al., 2009) , we determined whether enforced expression of Il7ra (Yu et al., 2004) would rescue survival or alter the course of the response. Results showed no effect of Il7ra expression on the proportion or number of Foxo1 TKO cells that became Tfh cells (Kerdiles et al., 2010; data not shown Figures 1D and S1H ).
To determine whether these effects applied to other immunization conditions, we analyzed the response to infection with Listeria monocytogenes. After adoptive transfer of OTII cells, host mice were infected with actA-deficient Listeria monocytogenes (DActA-Lm) expressing OVA (Ertelt et al., 2009) , and the analysis day 4 post infection revealed that virtually all the Foxo1 KO OTII cells were CXCR5 + ( Figure 1E ). Again, within the CXCR5 + population, Foxo1 KO T cells were uniformly higher by approximately two-fold for the expression of CXCR5, BCL6, and PD1 ( Figure 1E) .
A defining characteristic of Tfh cells is location within the B cell follicles, whereas the eponymous GC-Tfh cells are located within GCs. To analyze the role of FOXO1 in localization, we determined the expression of homing molecules in addition to CXCR5. As expected, based on the control of Klf2 by FOXO1 (Fabre et al., 2008; Kerdiles et al., 2009) , virtually all Foxo1 KO OTII cells were CD62L À 4 days post immunization, whereas the WT T cells displayed heterogeneous expression ( Figure 1F ). CCR7 expression was unchanged with respect to activated WT T cells, but a proportion of the Foxo1 KO OTII cells were low for PSGL1 ( Figure 1F ), a phenotype that allows T cells to exit the T cell zone (Crotty, 2014) . Combined with the expression of CXCR5 (e.g., Figure 1D ), Foxo1 KO OTII cells appear to express a repertoire of homing molecules that would promote homing to B cell areas of the spleen (Crotty, 2014 (Calnan and Brunet, 2008) . Naive CD4 + T cells expressing a FOXO1-GFP fusion protein were activated for 48 hr under iTfh conditions, rested for 24 hr, and restimulated for 30 min with antibody specific for CD3 in the presence or absence of agonist ICOS-specific antibody. At 30 min post restimulation there was no difference in the amount of FOXO1-GFP in live cells (Figure 2A , left). However, upon restimulation through CD3 and ICOS, but not CD3 alone, the similarity score (ImageStream analysis) for DRAQ5 (nucleus) and FOXO1-GFP was reduced; this corresponds with reduced co-localization and nuclear FOXO1 (Figure 2A , middle). In agreement, there was an increased percentage of cells stimulated through ICOS that displayed FOXO1-GFP exclusively in the cytoplasm (Figure 2A , right). However, at 24 hr post restimulation through CD3 and ICOS, the amount of FOXO1-GFP was increased with little difference in the DRAQ5, FOXO1-GFP similarity score ( Figure 2B , left, middle). Consistent with these results, nuclear intensity of FOXO1-GFP was not diminished in live cells 24 hr post-restimulation through CD3 and ICOS ( Figure 2B , right). These observations show nuclear FOXO1, which was lost at 30 mim post-activation, was reestablished by 24 hr. FOXO transcription factors have been shown to positively regulate the transcription of growth factor receptors (e. g., IL7Ra, insulin receptor) that, in turn, signal through PI3K to cause FOXO inactivation (Hedrick, 2009; Kerdiles et al., 2009 ). This creates a negative feedback loop. Activation through CD3 and CD28 induced ICOS expression in WT T cells, and this induction was attenuated in Foxo1 KO T cells (Figure 2C, left ) cells. In all three subsets, the ICOS induction was partially dependent upon FOXO1 ( Figure 2D) .
The results suggested the possibility that FOXO1 directly regulates Icos expression. To analyze FOXO1 chromosomal binding in naive T cells, we carried out a whole-genome scan for FOXO1 binding sites in CD4 T cells (ChIP-seq) (Hess Michelini et al., 2013) . Accuracy of the analysis was verified by an examination of the average tags per position, genomic GC content, and the distribution of peaks between regions of the genome ( Figure 2E ). The most frequent binding site corresponded with the known FOXO-DAF16 consensus site ( Figure 2E ) (Hedrick et al., 2012) . In addition, the analysis pinpointed binding sites in the Il7r and Ctla4 genes we have previously identified as evolutionarily conserved and bound by FOXO1 (Kerdiles et al., 2009; Kerdiles et al., 2010) (Figure S2A ). These data further revealed that in CD4 T cells, FOXO1 is bound to an evolutionarily conserved FOXO consensus binding site in the Icos promoter ( Figures 2F and  S2B ) and remains bound after activation for 48 hr ( Figure 2G) (Choi et al., 2011; Pepper et al., 2011) , in the absence of FOXO1 the mean number of CXCR5 + T cells was increased by 10-fold over WT controls ( Figure 3D ). Further experiments showed that CXCR4 induction, shown to have a stringent requirement for ICOS in WT T cells (Odegard et al., 2008) was induced in Foxo1 KO T cells in an ICOS-independent manner (Figures S3A and S3B) . From these data, we conclude that loss of FOXO1 facilitates differentiation into Tfh cells with a greatly diminished requirement for ICOS signaling, i.e. FOXO1 inactivation is epistatic to ICOS expression and signaling. Figure 4D , left). DKO mice also had significantly higher levels of total IgG levels in the sera than Icos À/À mice ( Figure 4D , right). The presence of GCs and isotype switched antibodies was not simply due to a lack of regulatory FOXP3 + Tfh (T FR ) cells, beacuse the frequency of the CXCR5 + Tfr population within the Treg population was not reduced with the deletion of Foxo1 ( Figure 4E ). These data indicate that deletion of Foxo1 in T cells is sufficient to allow differentiation of a Tfh-like cell in the absence of ICOS, and these cells cooperate with B cells to produce isotype-switched, anti-DNA antibodies-at least in the absence of effective Treg cells.
FOXO1 Negatively Regulates BCL6 Expression
If the loss of FOXO1 is important for Tfh differentiation, then a prediction is that FOXO1 inhibition as a consequence of ICOS signaling will facilitate the induction of BCL6 expression (Choi et al., 2011). In naive cells, the low amount of BCL6 detected was unchanged between WT and Foxo1 KO mice (data not shown). T cells were activated for 48 hr under iTfh conditions, and they were rested for 24 hr and re-stimulated with or without ICOSspecific antibody for a further 24 hr. Restimulation through ICOS increased BCL6 expression, whereas it was substantially higher in and it was expressed in higher amounts in Foxo1 KO cells compared to WT cells (Figure 5B) . Furthermore, this increase in BCL6 was cell-intrinsic ( Figure 5C ), and it was not secondary to selective death of Foxo1 KO T cells ( Figure S4A ).
Analysis of FOXO1 binding by ChIP-Seq in naive CD4 T cells showed that FOXO1 is exclusively bound to the Bcl6 locus at the boundary of the first (38 bp) non-coding exon and the first intron ( Figures 5D and  S4B ). This region includes tandem sequences separated by 30 bases that are very similar to the conserved FOXO1 consensus site ( Figures 5D and S4B) , and we have also found this peak in naive and activated CD8 T cell data sets (data not shown). This region is highly conserved between mice and human beings and this conservation extends to a comparison of marsupials and eutherian mammals, implying evolutionary selection for at least 130 million years ( Figure S4C ). FOXO1 binding to this site in naive T cells was confirmed by ChIP analysis ( Figure 5E ). We further examined whether FOXO1 binding is lost under conditions of T cell stimulation. After 48 hr of iTfh activation, cells were rested for 24 hr and tested (None), or re-stimulated through CD3 and ICOS for 1 hr or 24 hr. As shown, FOXO1 was bound to this site in T cells activated under iTfh conditions, but it was reduced upon restimulation with through CD3 and ICOS ( Figure 5F ). This is consistent with the initially reduced nuclear localization of FOXO1 (Figure 2A) . However, nuclear FOXO1 is not decreased 24 hr postrestimulation through CD3 and ICOS ( Figure 2B) , and yet binding of FOXO1 to Bcl6 was still reduced ( Figure 5F ). These data are consistent with FOXO1 binding to the Bcl6 gene and mediating transcriptional repression that is relieved upon ICOS signaling; however, we lack direct evidence for transcription repression that might include germline mutations in the tandem FOXO1 binding sites.
Further analysis of the 4333 FOXO1 genomic binding sites revealed many genes involved in Tfh differentiation located within close proximity. Inspection of Cxcr5, Batf, Ccr7, Cxcr4, Irf4, Selplg (P-selectin ligand-CD162), and Maf loci revealed one or more strong FOXO1 binding sites located near the transcriptional start site or within several kilobases ( Figure S5 ). The exception was Maf, which is functionally important for terminally differentiated GC-Tfh cells Figure 7A ). Studies have shown that MAF is an important transcription factor in Tfh development, and in particular, it might be essential for IL-4 expression associated with GC-Tfh cells Crotty, 2014; Ueno et al., 2015) . Consistent with this, analysis of WT OTII T cells 4 days after activation in vivo revealed that only the CXCR5 hi PD1 hi subset expressed high amounts of MAF (Figure 7B) , and this was abrogated by treatment of the mice with anti-ICOSL ( Figure 7C ). Compatible with the lack of a BCL6 hi population at GC time points, Foxo1 KO T cells were selectively deficient in the MAF + population at both day 4 and day 7 post immunization ( Figure 7D ). In addition, Foxo1 KO OTII T cells did not give rise to CXCR5 hi BCL6 hi or CXCR5 hi PD1 hi cells day 7 post immunization ( Figure 7E ), and at this time, FOXO1 is consistently expressed ( Figure 7F ). Similar results were found following infection with VSV-OVA ( Figures 7G and 7H ). In sum, these data show that genetic inactivation of Foxo1 exaggerates the differentiation of Tfh cells in an ICOS-independent manner, and yet, FOXO1 plays a role in the final differentiation to GC-Tfh cells.
DISCUSSION
Previous work established an early role for ICOS and and its activation of PI3K signaling in the differentiation of CD4 T cells into Tfh cells, and this signaling pathway influences the induction of key molecules including BCL6, MAF, IL-4, and IL-21 (Bauquet et al., 2009; Gigoux et al., 2009; Rolf et al., 2010a; Choi et al., 2011) . Since the basis for PI3K regulation of cell growth and differentiation largely emanates through AKT-mediated inhibition of FOXO1 transcriptional activity (Calnan and Brunet, 2008) , we wished to test the idea that Foxo1 is epistatic to Icos in the elaboration of one or more of these Tfh characteristics. Additionally, two recent papers suggest that reduced expression of FOXO1, either due to increased expression of ICOS induced by loss of FOXP1, or due to ITCH-mediated degradation, may increase Tfh differentiation Xiao et al., 2014) . The studies described in this report provide a mechanism for those findings.
Tfh cells at the B-follicular border express CXCR5 and BCL6 (Ramiscal and Vinuesa, 2013) , whereas GC-Tfh cells can be characterized by MAF expression. Here we show that deletion of Foxo1 exaggerated the initial antigen-driven step in Tfh differentiation resulting in an expanded proportion of CXCR5 + CD4
T cells localized to the border of B cell follicles. Foxo1 even as late as 9 day post DActA-Lm infection. Our conclusion is that a transient inactivation of FOXO1 skews the contingency of effector versus Tfh differentiation, whereas progression to mature GC-Tfh cells is promoted by FOXO1. We emphasize that FOXO1 inactivation is only transient. In T cells stimulated through CD3 and ICOS, nuclear FOXO1-GFP is reduced at 30 min but reestablished within 24 hr. Moreover, FOXO1 is required for T cell viability as early as 24 hr post activation. Whether there are mechanisms opposing AKT signaling or desensitizing ICOS signaling is not known; however, stress kinase phosphorylations, glycosylation, or methylation have all been shown to encourage nuclear location of FOXO factors (Hedrick et al., 2012) . This is further illustrated by regulation of ICOS. Although FOXO1 clearly has a role for full ICOS expression, ICOS is induced early in DC-mediated antigen presentation, and remains high in Tfh and GC-Tfh cells despite its potential for signaling via PI3Kd and causing negative feedback inactivation of FOXO1. Thus, although genetic ablations presented here and elsewhere point to an important contingencybased inactivation of FOXO1 Xiao et al., 2014) , they do not recapitulate the dynamics of FOXO1 inactivation. Furthermore, FOXO1 appears to be required for GC-Tfh differentiation, although the mechanism of action is unknown. The reduced expression of ICOS might limit the ability of Foxo1 KO Tfh cells to generate filopodia, which allow for Tfh cells to home from the T-B border to the GC (Xu et al., 2013 (Rolf et al., 2010b) , which was shown here to result in the inactivation of FOXO1. Finally, enforced nuclear expression of FOXO1 inhibits the differentiation Tfh cells, and the sum of these results provide a mechanism by which ITCHmediated FOXO1 degradation is required for Tfh differentiation (Xiao et al., 2014 ). These results demonstrate that inactivation of FOXO1 is an essential outcome of ICOS signaling in the contingency of CD4 T cell differentiation, and this establishes an important link in the signaling from ICOS to the induction of Bcl6 expression. Previous studies have reported that FOXO1, FOXO3, or FOXO4 binds upstream of BCL6 acting as a postive regulator in different types of cells (Pellicano and Holyoake, 2011; Oestreich et al., 2012 ), whereas we found that a Foxo1 deletion enhances BCL6 expression. We also found, using ChIP-seq, that FOXO1 binding in naive CD4 T cells was restricted to a site at the beginning of the Bcl6 first intron (also the case for naive and activated CD8 T cells-data not shown), and we propose that FOXO1 regulates Bcl6 in T cells through transcriptional repression. Repression at this region is also associated with STAT5 competition for STAT3 binding (Walker et al., 2013) . In addition, this region of the first BCL6 intron is often mutated in diffuse large B cell lymphomas (DLBCL) (Migliazza et al., 1995) . The mechanisms of Bcl6 regulation in T cells are not as well studied, although there is evidence for contributions from STAT3, STAT5, and BATF . Combined with previous results showing that FOXO1 is required for Treg differentiation (Kerdiles et al., 2010; Ouyang et al., 2010 ), a possibility is that the extent or duration of FOXO1 nuclear exclusion is one factor determining the fate of antigen-activated CD4 T cells. Whether the contingency decision is simply stochastic or depends upon an undetermined variable such as strength of signal (TCR peptide-MHC affinity or avidity), concentration of free cytokines, or location, is unknown. Nonetheless, the differential requirements for FOXO1 activity likely explain why Tfr cells derive from tTregs and not pTregs (Chung et al., 2011; Linterman et al., 2011) . Naive T cells could not simultaneously receive an ICOS signal and maintain FOXO1 activity-both of which would be required for Tfr differentiation from naive T cells (Hedrick et al., 2012; Sage et al., 2013) . Rather, tTregs differentiate into stable Tregs in the thymus, and can thus receive an ICOS signal in peripheral lymphoid organs, which might allow them to inactivate FOXO1 and further differentiate into Tfr cells.
The mechanism by which FOXO1 affects Tfh differentiation appears to include its role in the regulation of Icos and Bcl6, but in addition, other transcription factors that have been implicated in Tfh differentiation. BATF is required for Tfh differentiation and appears to directly control Bcl6 (Betz et al., 2010; Ise et al., 2011) . Within a 35 kb region of the genome that includes only the Batf gene, there is a single and very strong FOXO1 peak (rank 411 of 4333), and this peak is located within 100 bp upstream of the Batf TSS ( Figure S5 ). Similarly, IRF4 is required for Tfh differentiation (Bollig et al., 2012) , and a FOXO1 binding site was detected 1,200 bp upstream of the Irf4 TSS, and three peaks were detected 37 kb, 43 kb, and 83 kb downstream (rank 1578, 359, 2050 of 4333) . On the other hand, other genes important for Tfh differentiation such as Id3 and Ascl2 have no proximal FOXO1 binding sites (Miyazaki et al., 2011; 2014). With the strong caveat that enhancers can be located up to 1 Mb away from the transcription start site (Smallwood and Ren, 2013) , the experiments suggest that FOXO1 plays a role in directly regulating a part of the program of gene expression important for Tfh differentiation. Tfh cells are known to have altered expression of homing molecules that directly control their localization into the B cell follicles. In addition to increased CXCR5 expression, Tfh cells have been shown to have increased expression of CXCR4 but reduced expression of CCR7, CD62L, PSGL1 (encoded by Selplg), and EBI2 (encoded by Gpr183) (Estes et al., 2004; Hardtke et al., 2005; Poholek et al., 2010; Kroenke et al., 2012) . In accord, Foxo1
KO cells displayed increased expression of CXCR5 and CXCR4 in comparison with WT Tfh cells, but PSGL1 and CD62L expression was decreased day 4 post immunization. FOXO1 has also been shown to upregulate expression of CCR7 through its control of KLF2 expression. These results raise the possibility that loss of FOXO1 might increase Tfh differentiation by controlling expression of these homing molecules consistent with FOXO1 binding sites located proximal to Cxcr5, Cxcr4, Ccr7, Selplg, and Gpr183. We propose that the presence or absence of FOXO1 in the landscape of promoters and enhancers found at early stages of T cell activation is a key step in determining the progression of differentiation that ultimately gives rise to one or more functional T helper cell subsets. An implication of this work is that endocrine signaling known to inactivate FOXO1 in liver, muscle, and fat might do so as well in T cells, and thus the immune response to an infectious agent might be skewed depending upon the physiological condition of the host.
EXPERIMENTAL PROCEDURES Mice
Mice were maintained in a specific-pathogen free vivarium. All experiments were carried out in accordance to the Institutional Animal Care and Use Committee of University of California, San Diego.
Cd4Cre OTII, and Foxo1
of mixed C57BL/6 and FVB genetic backgrounds have been previously described (Kerdiles et al., 2010) . For other experiments, Foxo1 f/f mice were backcrossed to C57BL/6 (Jackson) for at least 13 generations and then crossed to Rosa26
Cre-ERT2
, which had also been backcrossed to C57BL/6 for 10 generations, and OTII to generate backcrossed Foxo1 f/f Rosa26
Cre-ERT2 (Ouyang et al., 2012) were bred to OT-II mice. Unless otherwise indicated, CD45.1 mice were used as hosts for adoptive transfer experiments. CD45.1 mice were purchased from Jackson Laboratories and maintained in our colony. were purchased from Jackson Laboratories and maintained at La Jolla Institute for Allergy and Immunology. Bone-marrow chimera experiments were carried out at the University of Washington. The FOXO1-EGFP knock-in mice were generated at Taconic as described in Supplemental Information. experiments plus or minus inhibitory ICOSL-specific antibody (Clone: HK5.3, BioXCell) 100 mg of anti-ICOSL or isotype control were injected intravenously (i.v.) and an additional 100 mg were injected i.p. immediately prior to immunizations. An additional 100 mg of the appropriate antibody was injected i.p. 2 dpi. Where indicated, mice were infected with 10 3 10 6 cfu of DActA-Lm-OVA i.v.
Adoptive Transfer Experiments
For VSV-OVA co-transfer experiments, 10,000 cells of each WT OTII (CD45.1.2) and Foxo1 KO OTII (CD45.2) cells were transferred into the same host mice and the next day mice were infected with 10 5 pfu of VSV-OVA.
Phenotype of transferred cells was determined 6-7 days post infection by flow cytometry.
In Vitro ICOS Signaling Experiments
To study ICOS signaling, we activated and restimulated cells with anti-ICOS similarly to previously described ICOS restimulation conditions (Rolf et al., 2010a) . Briefly, WT or FOXO1-GFP naive CD4 (CD69
were purified by negative depletion and activated with anti-CD3 (2C11), 1 mg/ml anti-CD28 plus or minus 10 mg/ml anti-IFN-g, 10 mg/ml anti-IL-4, 50 ng/ml IL-6, and 10 ng/ml IL-21 (iTfh conditions) in RP10 for 48 hr. After 48 hr, the cells were rested in RP10 for 24 hr. Following the rest, the cells were restimulated with soluble anti-CD3 0.5 mg/ml, goat anti-hamster 20 mg/ml (Vector Labs, Burlingame, CA) with or without stimulatory 2 mg/ml anti-ICOS (Clone: C398.4A, eBioscience). To determine whether ICOS signaling inactivated, we collected FOXO1 cells at 30 m or 24 hr post restimulation and analyzed FOXO1-GFP compared to DRAQ5 staining using AMNIS ImageStream and BD LSR Fortessa analysis. To determine whether ICOS signaling through FOXO1 might be involved in ICOS upregulation of BCL6, we left WT or Foxo1 KO CD4 T cells in culture for 24 hr post restimulation and analyzed expression of Tfh markers by flow cytometry.
Imaging Flow Cytometry FOXO1-GFP localization was determined using the 603 objective on ImageStreamX MkII (Amnis/EMD Millipore). FOXO1-GFP signal was compared to the nuclear mask generated using signal from DRAQ5 (Cell Signaling). Data was analyzed with IDEAS software including the nuclear localization wizard. To determine percent of cells with cytoplasmic FOXO1-GFP, we gated cells with a similarity score from FOXO1-GFP and DRAQ5 less than the similarity score that was determined by visual examination of images to represent cells is which FOXO1-GFP was excluded from the nucleus. The nuclear intensity of FOXO1-GFP reflects the amount of FOXO1-GFP within the DRAQ5 nuclear mask.
Generation, Infection, and Analysis of Mixed Bone-Marrow Chimeras Bone-marrow cells were harvested from femurs, tibias, and humeri. T cells were depleted from bone-marrow cell suspensions with anti-Thy1.2 (30-H12, eBioscience) and low-toxicity rabbit complement (Cedarlane Laboratories). CD45.1 + wild-type bone-marrow cells were mixed with 4-fold excess CD45.2 + Foxo1TKO bone-marrow cells. 5-10 6 total bone-marrow cells were injected into lethally irradiated (10 Gy) CD45.1.2 + hosts. Eight weeks later, chimerism was assessed by flow cytometry and mice were injected intravenously with 10 7 actA deficient Listeria monocytogenes (Lm) bacteria engineered to secrete a fusion protein containing an immunogenic peptide (Lm-2W) (Ertelt et al., 2009) . Nine days later, mice were sacrificed, spleen and lymph node cells were harvested, and lymphocytes were stained for 1 hr at room temperature with LLOp:I-A b -streptavidin-allophycocyanin tetramers and 2 mg of phycoerythrin-conjugated antibody specific for CXCR5 (2G8; Becton Dickinson). Samples were then enriched for bead-bound cells on magnetized columns (Moon et al., 2007) . Cells were then analyzed by flow cytometry.
Statistical Analyses
Unless otherwise indicated two-tailed, unpaired Student t tests were used to determine statistical significance. * p < 0.05, **p < 0.01, ***p < 0.001. Figure 5A in the presence or absence of the pan-caspase inhibitor Q-VD-OH (qVD) and BCL6 expression was determined by flow cytometry. Data is representative of one experiment with three mice per a genotype. (B) The Bcl6 locus. ChIP-Seq data from the Bcl6 locus is shown for FOXO1, and H3K4m3 marks on both naïve and activated T cells. FOXO1 ChIP-Seq analysis at Bcl6 locus is reshown from Figure 5D for comparison. The Ref Seq data was used to generate a map of mouse Bcl6. And the region surrounding the transcription start site is exploded to pinpoint the FOXO1 binding peak. The approximate locations of four primer sets used for ChIP are shown. BclA is a negative control at approximately -2 kbp, and BclB corresponds to a FOXO1 binding site previously identified (Oestreich et al., 2012) . Primer sequences are as follows: bclA for:GTACTCCAACAACAGCACAGC, bclA rev:GTGGCTCGTTAAATCACAGAGG, bclH for:GAGCAATGGTAAAGCCCG, bclH rev:CAACAGCAATAATCACCTGG, bclI for:CGCTGCTCATGATCATTAT, bclI rev:GTATGCGAAAAGCTAGATCCT, IL7Ra for:ACCTCATCAGCCTTTCATGG, IL7Ra rev:ATCCCCTGAGCAAACTAGCA.(C) Bcl6 ECRs within the region surrounding the first exon compared with: Human beings, Opposum, Xenopus, Chicken, and Fugu. The pink line above each element of the figure indicates conservation of at least 100 bp with 70% or more similarity. We note the extraordinary conservation of the first non-coding exon and the 5' end of the first intron. 
SUPPLEMENTAL INFORMATION
SUPPLEMENTAL EXPERIMENTAL PROCEDURES, related to Experimental procedures.
Flow cytometry Generation of FOXO1-EGFP knock-in mice
The FOXO1-EGFP knock-in mice were generated at Taconic. Briefly, the EGFP sequence was inserted between the codon coding for the last amino acid of FOXO1 and the termination codon in exon 2 of the Foxo1 gene which allows for translation of a FOXO1-EGFP fusion protein. 
Flow cytometry
Fluorochrome-conjugated antibodies for flow cytometry were from BD Biosciences (San Diego, CA), Biolegend (San Diego, CA) or eBioscience (San Diego, CA) unless otherwise indicated. For CXCR5 a teritary staining protocol was used. Rat anti-mouse CXCR5 (Clone 2G8; BD Biosciences) was allowed to bind for 1h at 4 degrees, biotin-labeled goat anti-rat IgG (Jackson ImmunoResearch) was used as the secondary and allowed to bind for 30 min at 4°C. Finally, fluorochrome-conjugated strepavidin was added with a cocktail of the remaining extracellular antibodies. Cells were fixed and permeabilized using the Foxp3 Permeabilization/Fixation kit (eBioscience, San Diego, CA). FOXO1 intracellular staining was done as previously described (Kerdiles et al., 2010) . Cells were analyzed using LSR Fortessa or Calibur flow cytometers (Becton Dickinson) unless otherwise indicated.
Traditional flow cytometry data were analyzed with FlowJo software (TreeStar).
Immunofluorescence
Spleen sections were prepared for immunofluorescence as previously described (Cheung et al., 2009 ). Briefly, freshly harvested tissues were fixed with 4% formaldehyde and soaked in sucrose overnight before embedding in OCT and freezing with dry ice. Six-micrometer-thick tissue sections were cut and fixed in paraformaldehyde. Sections were blocked in a solution of 10% BSA, 2.5% normal goat serum, 2.5% normal donkey serum, and fish scale gelatin. Tissue sections were then incubated with combinations of conjugated or biotinylated antibodies. Sections were mounted using Invitrogen ProLong Gold antifade reagent. Images were taken with an Olympus FV1000 confocal microscope with five laser lines at wavelengths of 405, 458, 488, 515, 543, and 647 nm, using 10× and 20× air objectives. Images were analyzed using ImageJ. One representative image from each spleen was blinded and the proportion of CD45.2 + cells in each region of the spleen was determined.
For this images were blown up, a grid was placed over the image and then for every CD45.2 + cell in the image it was determined by eye if the cell was located in the T cell area, Follicle, T/B boundry, GC or other area. This was done in a blinded fashion.
Retroviral transduction experiments
Retrovirus was generated by transducing plat-E cells with the pHR-MMPCreGFP retroviral vector (Silver and Livingston, 2001) . Retroviral transductions were done as previously described with slight modifications (Johnston et al., 2009) . Briefly, naive WT or Foxo1 AAA OTII cells were purified and activated with plate bound anti-CD3 and soluble anti-CD28 for 24 h. Cells were transduced with the resulting retrovirus at 24 h and 48 h. Cells were cultured with plate bound anti-CD3 and soluble anti-CD28 and IL-2 from 24 h to 72 h. After 72 h cells were cultured in media supplemented with IL-2 for an additional 3 days after which they were transferred into CD45.1 hosts. Hosts were immunized with OVA plus adjuvant as above 3 days after adoptive transfer.
In vitro death and proliferation experiments
Naive CD4 T cells were isolated by magnetic depletion of cells labeled with biotinylated antibodies to TER119, B220, MHCII, DX5, CD8, CD11B, CD25, and CD69 (eBioscience) and streptavidinmicrobeads (Miltenyi Biotec). Where indicated, purified T cells were labeled with CFSE as previously described (D'Souza et al., 2008) . To activate T cells, 1 x 10 5 cells/well were cultured in U bottom 96 well plates. Plates were coated with goat anti-Hamster IgG (Vector Labs) followed by anti-CD3 (2C11). Where indicated, cultures were supplemented with soluble anti-CD28 (Biolegend) or 20 µM pan-caspase inhibitor qVD (SM Biochemicals).
ChIP and ChIP-seq
Naïve CD4 T cells were purified as described above. Where indicated 5 x 10 5 cells per a well were activated in 24 well plates coated with anti-CD3 in the presence of anti-CD28 for 72 h. In other experiments cells were stimulated under iTfh conditions. FOXO1 ChIP-seq was done as previously described with minor modifications (Lin et al., 2010) . Briefly, 3 x 10 7 T cells were fixed for 5 to 10 minutes at room temperature in 1% formaldehyde then resuspended in lysis buffer. Chromatin was sonicated to an average size of 400-500 base pairs and immunoprecipitated with 8 µg of anti-FOXO1 (clone: H-128, Santa Cruz Biotechnology) or anti-trimethyl-Histone H3 Lys4 (EMD Millipore).
Bound chromatin was collected using protein G sepharose and de-crosslinked overnight at 65° C.
Following RNaseA and proteinase K treatment, DNA was purified using a Qiaquick PCR Purification kit (Qiagen). For ChIP analysis, QPCR was performed using Fast Start Universal Syber Green master mix from Roche and analyzed on a Stratagene MX3005P real time thermal cycler.
Homogeneous PCR products were validated by melting curve analyses.
For ChIP-seq samples were prepared for multiplex sequencing as recommended by Illumina.
Following adaptor ligation, the DNAs were size selected (200-300bp) by 8% PAGE and index primers added by PCR. Samples were finally purified by 8% PAGE and precipitated with ethanol.
Sequencing was performed by the BIOGEM core at UC San Diego using an Illumina HiSeq 2000 sequencer (50 cycles). Sequences were mapped to the mouse genome mm9 assembly (NCBI) using the Bowtie alignment tool and unique tags were visualized by preparing custom tracks for the UCSC Genome Browser where the total number of tags was normalized to 1 x 10 7 . DNA sequence analysis was performed using HOMER software and instructions for analysis can be found at http://biowhat.ucsd.edu/homer/. The mammalian sequence conservation tracks were taken from the UCSC genome browser using the 30-Way Multiz Alignment and Conservation routine. Data has been deposited in the GEO database (Hess Michelini et al., 2013) .
ELISA
Mice were bled at 4-6 months of age and anti-dsDNA antibodies of the IgG isotype in sera were determined by anti-mouse dsDNA IgG-specific ELISA kit (Alpha Diagnostic Int). Total sera IgG was determined using Mouse IgG total Ready-Set-Go! ELISA (eBioscience) as per manufactures instructions.
